1) Biological experiments
In the following, the biological experiments which led to the presented data set 5BCT are summarized. Please refer to a more detailed description in the respective publications. For that, samples were centrifuged (8,800 xg, 10 min, 4°C; Desulfovibrio vulgaris was centrifuged at 16,400 xg). Pelletized cells were washed twice with buffer containing 20 mM Tris/HCl (pH 7.5) followed by centrifugation steps, respectively. Cell free supernatants were discarded and the final cell pellets were resuspended in small volumes of buffer.
1.1) Cultivation and harvest

1.2) Protein extraction and quantification
After addition of 0.5 µL mL -1 Cyanase nuclease (SERVA Electrophoresis GmbH, Heidelberg, Germany) and MgCl 2 (0.1 mg mL -1 ), 1 mL of biomass sample was transferred to 2 mL reaction tube containing 1 g of 0.5 mm silica beats (Bio Spec Products Inc., Bartlesville, OK, USA). Cells were lysed by beat beating at 30 s -1 for 10 min in a mixer mill (MM 400, Retsch GmbH, Haan, Germany). Finally, cell debris was depleted by another centrifugation step for 10 min at 8,800 xg and 4°C; protein content of the resulting supernatant was quantified using Lowry protein assay [1] with the aid of a bovine serum albumin standard curve.
1.3) FASP digestion and LC-MS/MS analysis
According to protein quantification, two different protein ratios were set up containing mixtures of Triplicates of each set, containing 50 µg of total protein, were submitted to proteolytic digest using filter-aided sample preparation (FASP) following the protocol of Wiśniewski et al. [2] . Briefly, after reduction with 40 mM dithiothreitol and alkylation with 55 mM idooacetamide, samples were washed three times with 8 M urea buffer and three times wirh 50 mM ammonium bicarbonate before incubation with trypsin (SERVA Electrophoresis GmbH, Heidelberg, Germany) over night at 37°C in a 1:50 enzyme to protein ratio. Proteolytic peptides were eluted from the FASP filters (Nanosep 10K Omega centrifugal devices, Pall Water Process Systems, Cortland, NY, USA) by two washing steps using 5% acetonitrile in 50 mM ammonium bicarbonate and LC-MS grade water.
Extracts were dried and resuspended in 11 µL chromatographic liquid loading phase from which 5 µL were injected for LC-MS/MS analysis. The LC system, applied solvents and gradients, as well as technical details of the used MS and its parameter settings were described by Kohrs et al. [3] .
Recorded spectra were exported as Mascot Generic Format using Proteome Discoverer 1.4 (Thermo Fisher Scientific, Bremen, Germany), which were subsequently imported by the MPA Portable to perform protein identification. The search engines X!Tandem, Comet and MS-GF+ were used along with 10 ppm peptide ion tolerance and 0.5 Da fragment ion tolerance.
